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Suppl. 1. Schematic presentation of the pIRES2-EGFP-selL.-6R plasmid. The designed fragment
(red color) was designed between Sacl and Sall restriction sites under the CMV promoter. The
plasmid has EGFP gene (green color) as an expression marker, a kanamycin-resistant gene for

bacterial selection and a Neomycin-resistant gene for selection in the eukaryotic cells.

>seIL-6R 738bp

gagctcggtaccGCCACCATGGAGTGGGTAACCTTTATTTCCCTTCTTTTTCTCTTTAGCTCGGCTTATTCCgaattc
ATGTGCTTCAGGAAGAGCCCCCTGAGCAACGTGGTGTGCGAGTGGGGCCCCAGGAGCACCCCCAGCCTGA
CCACCAAGGCCGTGCTGCTGGTGAGGAAGTTCCAGAACAGCCCCGCCGAGGACTTCCAGGAGCCCTGCCA
GTACAGCCAGGAGAGCCAGAAGTTCAGCTGCCAGCTGGCCGTGCCCGAGGGCGACAGCAGCTTCTACATC
GTGAGCATGTGCGTGGCCAGCAGCGTGGGCAGCAAGTTCAGCAAGACCCAGACCTTCCAGGGCTGCGGCA
TCCTGCAGCCCGACCCCCCCGCCAACATCACCGTGACCGCCGTGGCCAGGAACCCCAGGTGGCTGAGCGT
GACCTGGCAGGACCCCCACAGCTGGAACAGCAGCTTCTACAGGCTGAGGTTCGAGCTGAGGTACAGGGCC
GAGAGGAGCAAGACCTTCACCACCTGGATGGTGAAGGACCTGCAGCACCACTGCGTGATCCACGACGCCT
GGAGCGGCCTGAGGCACGTGGTGCAGCTGAGGGCCCAGGAGGAGTTCGGCCAGaagct tAAAGAAACCGCT

GCTGCTAAATTCGAACGCCAGCACATGGACAGCTGAAATAAAGCAATAGCATCACAAATTTCACAAATAAAG
CATTTTTTTCACTGCagatctgtcgac



Sacl ECORI Kpnl  Bglll Sall  Kozak SP Hindlll Stag  PolyA

Suppl.2. The protein sequence of selL-6R (residues 121-300) along with its corresponding

restriction enzymes, Kozak SP, Stag, poly A.
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Sequence length : 365
Sequence length : 181
SOPMA :
Alpha helix (Wh) : 21 is  5.75% soPHA ¢
3,9 helix (Gg) : @ is 0.00% Alpha helix (Hh) : b JF L 1.66%
Pi helix (1) : 0 is 0.00% 30 helix (Gg) : @ is  0.00%
Beta bridge (8b) : 0 is 0.00% Pi helix (1i) : 0 is 0.00%
Extended strand (Ee) : 88 is 24.11% Beta bridge (8b) : 0 is 0.00%
Beta turn 2 0 is 0.00% Extended strand (Ee) : 54 is 29.83%
Bend region (5) = 0 is 0.00% Beta turn (Tt) = 0 is 0.00%
Random coil (Cc) = 256 is 70.14% Bend region (55) = o is 0.00%
Ambiguous states (?) 0 is 0.00% Random coil (cc) : 124 is 68.51%
Other states : 0 is 0.00% Ambiguous states (2) : 0 is 0.00%
Other states H 0 is 0.00%
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Suppl. 3. Predicted secondary structures using SOPMA software. (a) Extracellular domain of IL-
6R; (b) selected fragment of the IL-6R. H: Alpha-helix, E: Extended strand, T: Beta-turn, C:

Random coil.
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Suppl. 4. ProSA validation. (a) IL-6R; (b) seIL-6R. Both of proteins are in the range for native

proteins
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Suppl. 5. Restriction analysis. Digestion of plasmid with BglII ; 1) Undigested plasmid; 2)
Digested plasmid and 3) 10kb DNA Ladder.

Suppl.6 The principal FTIR peaks for the seIL-6R protein.

Peak Number X (cm-1) Y (%T)
1 3414.36 90.2

2 1618.15 102.82
3 1410.84 114.43
4 1187.56 111.05
5 1044.84 113

6 591.87 120.17




Suppl. 7 Characteristics infrared bands of peptide linkage.

Designation Approximate wavenumber Description
(cm-1)
Amide A 3300 NH stretching
Amide B 3100 NH stretching
Amide [ 1600 — 1690 C=0 stretching
Amide II bending 1480 — 1575 CN stretching, NH
Amide III 1229 - 1301 CN stretching, NH bending
Amide IV 625 -767 OCN bending
Amide V 640 — 800 Out-of-plane NH bending
Amide VI 537 - 606 Out-of-plane C=0 bending
Amide VII 200 Skeletal torsion




